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Abstract
Plant growth has unparalleled importance for human civilization, yet we are only starting to gain
an understanding of its mechanisms. The growth rate and final size of plant organs is determined
by both genetic constraints and environmental factors. Regulatory inputs act at two control
points: on proliferation; and on the transition between proliferation and differentiation. Cell-
autonomous and short-range growth signals act within meristematic domains, whereas diffusible
signals from differentiated parts to proliferating cells provide measures of geometry and size and
channel environmental inputs.
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There is large variability in sizes and morphologies in the
plant kingdom, but within species there are well defined
shape and size constraints that are only modified within
certain limits by environmental factors. What are the mecha-
nisms that regulate the attainment of the final sizes and
shapes of plant organs? Is size set by the growth and prolifera-
tion potential of individual cells or determined globally at
the organ level? How is growth coordinated among the
different parts of organs and the whole plant? We are
starting to gain some understanding of these basic questions
through genetic screens for mutants, genetic variation in
natural populations, imaging technologies, and genome-
based molecular profiling studies.
The growth of a plant is limited to meristematic regions.
These contain self-renewing stem cells that produce pro-
liferating cells whose progeny are laid down in a correct
spatial orientation, glued together through their cell walls to
give files of cells that make up the plant tissues. As cells are
pushed out from the meristem they stop dividing and
become incorporated into organs, leading to the extension of
stems and branches [1,2], the production of leaves [3,4] and
flowers and the elongation and branching of roots. This
growth process can be subdivided into two phases: the
proliferative first phase is driven through the increase in cell
mass by the synthesis of macromolecular cell constituents,
coupled with cell division. After cells exit cell proliferation in
the second phase, growth continues by cell expansion,
largely achieved through a turgor-driven water uptake and
concomitant loosening of the cell wall. In many plants and
certain cell types, DNA endoreduplication (DNA replication
without cell division) accompanies the cell-enlargement and
cell-differentiation programs.
Although generally sequential, division and differentiation
can partly overlap. For example, in shoot apices, live-cell
imaging has shown that distinct rates and orientation of cell
division accompany the differentiation of separate regions
during the earliest stages of flower development [5]. In the
case of the root epidermis, cells that eventually develop into
root hairs (trichoblasts) continue dividing after their epider-
mal neighbors have stopped. Interaction among chromatin
remodeling, the cell cycle, and differentiation factors is
central for the determination of trichoblast cell fate [6].
Environmental and intrinsic inputs, called ‘organ size control
points’, can either act on the first phase of growth to increase
or decrease cell growth and proliferation capacity, or on
determination of the timing at which cells exit from pro-
liferative growth into cell differentiation and expansion
(Figure 1). The first control point is frequently used when
organ growth is initiated, for example, from dormant seeds,
buds and meristems, or during lateral root outgrowth. One
recent area of progress in our understanding of elementary
growth processes that drive the first phase of organ growth
has been the application of genome-wide gene expression
time-course analysis to growth phenomena under the control
of exogenous signals [7-11], and to cultured cells synchro-
nized for cell-cycle progression and proliferation [12].
These studies have identified common sets of genes that
underlie cell proliferation and organ growth, as well as
identifying organ-specific differences. For example, during
germination and lateral root emergence, the G1 to S cell-
cycle control point is used [7,8], whereas in the dark, the
shoot apex is arrested at G1 and G2 but is rapidly released
from both these arrest points upon transfer of seedlings to
the light [9]. On the other hand, in an already active
meristem, growth is mostly regulated by altering the timing
at which cells exit proliferation, a key determinant for the
number of cells produced in the meristem. Understanding
organ size control thus requires teasing apart the individual
components of growth, understanding the biology of the
meristem, and understanding the mechanisms of prolifera-
tive growth arrest in organs. Here we will briefly review our
current understanding in these areas.
Plant hormones set up domains of cell proliferation
and differentiation within meristems
Central to the function of a meristem is keeping the balance
between cell proliferation and the incorporation of newly
produced cells into organs through cellular differentiation.
These processes are separated into discrete domains, or
zones, within the meristem that start to be set up as early as
the beginning of embryogenesis. Antagonistic interaction
between two plant hormones, auxin and cytokinin, appears
to be a key mechanism for initial segregation of these domains
and partitioning of cell identities during embryogenesis [13]
and during shoot and root meristem development [14,15].
In a fully developed shoot meristem three main domains are
set up: the center, carrying slowly dividing, true self-
renewing ‘stem cells’; a peripheral zone surrounding the
center, which contains more rapidly dividing but still
undifferentiated cells; and specific regions on the flanks of
the meristem where the differentiation of leaf primordia
takes place. Each of these domains is characterized by a
unique hormonal profile accompanied by a specific gene-
expression program [16]. It is now apparent that these
hormone balances play central roles in the dynamic
establishment of the meristem domains and the underlying
differentiation and organogenesis programs. A common
theme is the exclusion, and thereby the segregation, of
opposing hormonal and gene activities. For example, areas
of localized expression of the auxin-transport protein gene
PINFORMED1 (PIN1) mark auxin concentration peaks and
the position of incipient future leaf primordia, but exclude
the expression of SHOOTMERISTEMLESS (STM), a gene
that maintains meristem cells in an undifferentiated state
[17]. In contrast, the synthesis and action of cytokinin is
necessary for the maintenance of an undifferentiated pool of
stem cells in the center of the meristem, and is brought
about by the upregulation of STM [16,18,19] and of
WUSCHEL (WUS), an organizer of the stem-cell niche that
is expressed in the underlying zone known as the rib zone
[20]. While both STM and WUS suppress differentiation,
their roles are different: WUS, the primary stem-cell
organizer, acts on the very center of the meristematic dome,
whereas STM prevents differentiation but allows faster
proliferation at the meristem flanks at regions other than
those of new primordia formation [21].
Cross-talk between the auxin and cytokinin pathways is
enabled by genes such as MONOPTEROS (MP), which
encodes an auxin-responsive transcription factor required for
shoot meristem patterning during and after embryogenesis.
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Figure 1
Mechanisms for organ size control. (a) Organ formation, exemplified here
by leaf development, consists of two stages. The first phase is
underpinned by cell proliferation, characterized by intense macromolecular/
cytoplasmic synthesis and rapid cell division. The second phase is
characterized by cell expansion and differentiation. Differentiation takes
place along a basipetal gradient (that is, from leaf tip to leaf base), as
indicated here by the gradient in cell size and cell greening. The red arrow
summarizes the proliferative inputs, and the black arrow the arrest of
proliferation and initiation of differentiation. (b,c) The two principal
mechanisms for controlling organ size. Enlargement of organs can be
produced by either (b) increasing proliferation signals or (c) delaying the
transition between proliferation and differentiation. In both cases the
number of cells available for organ formation at the end of the proliferative
phase is increased, but the underlying mechanisms are different.
(a) Phases of leaf formation
(b) Leaf enlargement by increase in proliferation signal
(c) Leaf enlargement by delaying exit from proliferation phase
Leaf
primordium
Basipetal 
gradient
MP is primarily necessary to counteract the activity of
ALTERED MERISTEM PROGRAM1 (AMP1), a gene involved
in cytokinin homeostasis [22]. In other words, cytokinin
action seems integral to meristem function and stem-cell
identity in the center of shoot meristems, whereas auxin acts
as a critical differentiation signal for leaf primordia at the
flanks. High auxin-to-cytokinin ratios at the flanks, and high
levels of another class of plant hormones, gibberellins, at the
emerging leaf primordia, determine the complementary
expression domains of the transcription factors KNAT1 (a
member of the KNOTTED1-LIKE family of transcription
factors) and ASYMMETRIC LEAF1 (AS1) [15]. KNAT1 and
related activities, including STM, are central to meristematic
function, while AS1 expression marks cells being incor-
porated into leaf primordia.
Directed long-distance transport was previously thought
fundamental to plant hormone action. However, recent
studies on expression domains of the enzymes required for
auxin and cytokinin biosynthesis show that these hormones
are synthesized locally in specific groups of cells within the
meristem, and that their long-distance transport perhaps
only reinforces their function [23].
It is intriguing that the proliferation- versus differentiation-
promoting roles of auxin and cytokinin are largely reversed
in the root meristem. Auxin transport-driven auxin accumu-
lation acts as a key morphogen, determining the establish-
ment of an organizing center in the root and rapid cell
division in the proximity of auxin concentration maxima
[24]. On the other hand, cytokinin acts as a differentiation
signal in roots and leads to reduction of the pool of dividing
cells [25]. Nevertheless, the underlying transcriptional
network regulating meristem function is to some extent
similar in shoots and roots: both utilize WUS-related
homeobox transcription factors to regulate stem-cell
maintenance [26].
Translating gene-expression domains into organ
growth
How do factors like plant hormones with a graded
distribution program the growth and differentiation para-
meters of cells in a dose-dependent manner? It has been
found that the PLETHORA (PLT) group of transcription
factors is expressed in distinct but overlapping domains,
spanning the meristematic and cell-elongation regions in the
Arabidopsis thaliana root. The additive dose of PLT
transcription factors at a given point is translated into
distinct cellular responses: high PLT activity promotes stem-
cell maintenance, intermediate levels promote cell prolifera-
tion, whereas a further fall in activity is required for cells to
exit proliferation and to enter differentiation. Auxin distri-
bution and response are essential for correct PLT gene
transcription, indicating that PLT proteins function as a
graded readout of auxin distribution [27]. Downstream
targets for the PLT transcription factors are largely unknown,
but it has been shown that RETINBLASTOMA RELATED1
(RBR1), the plant homolog of a human tumor suppressor
gene, restricts the stem cell- and cell-proliferation-promoting
activity of PLT genes [27], indicating that PLT and RBR1 act
on shared targets.
RBR1 is a transcriptional repressor that regulates stem-cell
and cell-proliferation activity by being recruited to target
genes, including cell-cycle genes, through the E2F trans-
cription factors. Three E2Fs (E2FA, E2FB, and E2FC) that
have the ability to interact with the RBR1 protein are
present in Arabidopsis [28]. RBR1-free E2FA and E2FB are
thought to function as transcriptional activators, whereas
E2FC might work together with RBR1 as a transcriptional
repressor, because decreasing the level of E2FC activates
cell proliferation in mature leaves [29]. Constitutively
elevated E2FA or E2FB activity stimulates cell division but
inhibits growth because it represses cell-differentiation and
cell-expansion programs [30]. Whether these
transcriptional regulatory complexes compete with each
other, or have distinct binding sites and thus regulate
distinct sets of genes, is not known. These opposing
transcriptional regulators are differentially stabilized by
growth-promoting light signals [9] and by auxin [30]. RBR1
activity is regulated in accordance with the cell cycle, being
inactivated through phosphorylation by cyclin-dependent
kinases. Correspondingly, elevated cyclin D3 in Arabidopsis
promotes cellular proliferation, whereas a decrease in cyclin
D3 levels favors cell-cycle exit and entry into cellular
differentiation [31].
Another transcription factor with an impact on cell prolifera-
tion, and a link to auxin, is AINTEGUMENTA (ANT). ANT is
related to the PLTs and regulates the sizes of leaves and
flowers in a dose-dependent manner. One of the target genes
for ANT is that for the cell-cycle driver cyclin D3;1 (CYCD3;1)
[32]. While what determines the spatial distribution of ANT
is not fully understood, an upstream gene, ARGOS, has been
identified. ARGOS promotes cell proliferation, and is itself an
auxin-induced gene. Genetic interaction studies with genes
involved in auxin signaling confirm a link from auxin, via
ARGOS, to ANT and eventually to cell proliferation and
increased organ growth [33].
As well as being regulated by plant hormones, plant growth
is affected by environmental factors such as nutrient
availability. The WOX family of homeodomain transcription
factors, including WOX9/STIMPY, distantly related to WUS,
are essential for maintaining cell proliferation and preven-
ting premature differentiation in embryos and in shoot and
root organs. However, these actions are different from the
hormonal control described above. Sucrose, which is capable
of activating the cell cycle, is able to fully rescue a wox9
mutant, whereas it cannot rescue mutants like wus. In
addition, WOX9 and its homologs have equivalent roles in
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cell proliferation in shoot and root meristems, rather than
opposing roles like auxin and cytokinin [34,35].
Two other growth-promoting transcriptional regulators are
JAGGED (JGD) and NUBBIN, two related zinc-finger domain
proteins [36]. JGD was recently shown to act together with
AS1 by repressing boundary-specific gene activities, including
that of CUP-SHAPED COTYLEDONS1 and 2 (CUC1 and
CUC2) [37]. Organ boundary-specific regions are important,
in that at the stage of organ initiation they display the lowest
cell-proliferation activity. Although AS1 is considered a
patterning gene, involved in setting up the region for leaf
primordia initiation and in setting leaf polarity, recent work
has shown that it might act by altering ribosome function. In
an as1 mutant background, mutations in the PIGGYBACK
genes (PGY1-3), which all code for ribosomal proteins, cause
ectopic outgrowths on the rosette leaves of Arabidopsis [38].
Perhaps, as in yeast, the expression of functionally distinct
ribosomal protein variants could lead to ribosome hetero-
geneity, resulting in selective translation of distinct sets of
genes [39]. Thus, patterning genes can act by altering the
growth and proliferation potential of cells. In this regard,
ErbB-3 epidermal growth factor receptor binding protein
(EBP1) is thought to be a rate-limiting factor for ribosome
biogenesis in plants. EBP1 is stabilized by auxin and promotes
leaf growth by regulating both cell proliferation and cell
enlargement in a dose-dependent manner [40]. EBP1 might
regulate cell proliferation through the repression of RBR1.
Importantly, there are also genes that restrain growth.
During leaf growth, a front of proliferation moves in a
basipetal manner, beginning at the tip of the organ and
progressing back onto the base, where cells that remain
proliferative the longest reside. Genes that act to arrest
proliferation include some identified by their impact on
plant architecture (TEOSINTE BRANCHED 1) or petal
shape (CYCLOIDEA); both these genes are prototypes of the
so-called class II TCP genes. Others are PEAPOD1 and
PEAPOD2, BIGPETAL [2], and DA1 [41]. Common to all
these growth-promoting or growth-restraining classes of
genes is the fact that their actions are confined to meri-
stematic domains, and they cell-autonomously establish the
sensitivities and capacities of cells to respond to growth-
regulating cues (Figure 2).
Growth regulators acting distantly might constitute the
measuring device for organ size
The locally acting growth-driving and growth-restraining
mechanisms described above might, in principle, be
sufficient to determine the extent of growth and the final size
of organs - for example, in a scenario in which cells would
grow and proliferate as long as they have a strong enough
source of growth-promoting signals (Figure 2).
However, the discovery of genes that regulate organ growth
non-cell-autonomously has unveiled other mechanisms
(Figure 2). Arabidopsis KLUH (KLU) is a dose-dependent
stimulator of organ growth: klu mutants form smaller leaves
and flowers due to premature arrest of proliferation,
whereas increasing KLU expression leads to organ over-
growth due to more cells [42]. KLU is not expressed in the
regions of active cell proliferation, however, but appears to
act from a distance at the basal margins of leaves and at the
periphery of petals. KLU encodes a cytochrome P450, and
was previously discovered as CYP78A5 in Arabidopsis, a
gene causing aberrant development when ectopically expres-
sed [43]. P450 enzymes are known to modify small organic
molecules, many of which serve as mobile growth regulators.
One of the closest homologs of Arabidopsis KLU, maize
CYP78A1, has a characterized catalytic activity: it omega-
hydroxylates fatty acids, which suggests the nature of the
compound generated by KLU [44].
How could the generation of a mobile signal at the organ
periphery be used to define the final size limit an organ can
grow to? Lenhard and colleagues [42] suggest that such
expression at the margin could provide a readout for
perimeter versus area ratio. Because geometrically the
perimeter size only doubles at the same time as the area
quadruples, the levels per unit area of a perimeter-generated
signal would, as expansion progresses, decrease until they
drop below the threshold level necessary to support cell
proliferation at a distance. Similar mechanisms are used to
regulate the size of the Drosophila wing, where a mobile
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Figure 2
Distinct localization of growth- and size-regulatory mechanisms. (a) Cell-
autonomous signals act (positively or negatively) on the proliferating cell
pool in the meristems or young tissues. (b) Non-cell-autonomous signals,
exemplified by KLUH and its expression domain in differentiated margin
cells, act at a distance to determine the proliferation potential of
meristematic cells or to restrict the transition between proliferation and
differentiation. Organ expansion beyond a critical area would result in the
KLUH signal reaching a critical low value, insufficient to maintain
proliferation and thus allowing differentiation to take place. Signals from
mature organs or from environmental inputs also act non-cell-
autonomously.
(a) (b)
Leaf 
primordium
Expanding leaf
Cell-autonomous
signals in
meristematic cells Non-autonomous
signals from differentiated cells
 govern leaf size
growth factor, Decapentaplegic (Dpp), is produced from a
line of cells at the centre of the wing and forms a
concentration gradient that is used to measure the size of the
wing primordium [45].
KLU is not the only gene that acts at organ margins to
produce diffusible signals. The leaf margin is an important
location for auxin biosynthesis [46], and is a route of auxin
flow [47]. The steroid hormone brassinolide is another
growth-controlling plant hormone. Loss of the brassinolide
receptor causes extreme dwarfism and lack of leaf
expansion. This defect can be reversed by complementation
of the receptor specifically in the epidermal cell layer, but
not in the underlying tissues [48]. DWF4 is one of the genes
responsible for brassinolide biosynthesis and is expressed
almost exclusively in the leaf epidermis [49]. Margin-specific
complementation of a dwf4 mutant restored leaf shape but
not the defects in leaf size, implying that the whole
epidermis must respond to the hormone for wild-type size to
be achieved. The epidermis can also constrain growth
physically. For example, when cell division is blocked
specifically in the epidermal layer by the selective expression
of the cell-cycle inhibitors KIP RELATED PROTEIN 1 and 4
(KRP1 or KRP4) in these cells, the underlying ground-tissue
cells cannot expand, yet they continue to proliferate [50].
Not only can mature tissues influence the development of
proliferating tissues, but the extent of cell proliferation can
also influence the behavior of differentiated cells. The size of
a plant organ can be maintained to a certain extent when cell
proliferation, and thus cell number, is reduced, because that
is compensated for by cell enlargement. This occurs post-
mitotically through cell expansion. Thus, there should be
some mechanism that records total cell numbers produced
in an organ and, if required, induces the compensation
mechanism in differentiated cells by stimulating cell
enlargement to attain organ size homeostasis [51].
Is plant biomass globally coordinated within the plant?
A likely ortholog of KLU in rice is PLASTOCHRON1 (PLA1),
a timekeeper of leaf initiation [52]. Both KLU and PLA1 are
expressed at the periphery of the shoot apical meristem and
in developing leaves, but act distantly at the meristem to
determine leaf-initiation rate [52,53]. There are a number of
genes similar to or acting in parallel with KLU/PLA1: one is
Arabidopsis AMP1; another is that encoding the maize
MEI2-like RNA-binding protein, PLASTOCHRON2 (PLA2)
[54], or its maize ortholog, TERMINAL EAR1 (TE1) [55]; a
third is the Arabidopsis microRNA miR156, which targets
the SQUAMOSA PROMOTER BINDING PROTEIN-LIKE
(SPL) genes to regulate the temporal pattern of leaf
primordia formation [53]; and lastly are the YABBY genes
[56], which act to determine organ dorsoventrality but also
influence the phyllotactic pattern of initiation of new
primordia. A common characteristic of all these genes is that
they act non-cell-autonomously to inhibit leaf-initiation rate
at the meristem by altering gene-expression patterns,
restricting cell proliferation, and restricting growth at the
central zone. Furthermore, these genes positively regulate
organ size while extending plastochron length (that is,
delaying the production of new leaves), thus providing a
compensatory mechanism that links the rate at which leaves
are produced to their final leaf size. Such a compensatory
mechanism between organ size and organ initiation rate
would mean that overall biomass production is kept
relatively constant, but that it is achieved by producing
either numerous small organs or fewer but larger organs.
This phenomenon is well known to plant breeders: for
example, some tomato varieties have large numbers of small
fruits and others have fewer large fruits [57].
Mature leaves also integrate environmental signals, such as
light quantity or carbon dioxide concentration, and distantly
direct the morphology of newly initiated leaves in the
meristem, leading to alterations in, for example, leaf thick-
ness and stomatal density [58,59]. Several candidate
systemic signals have been considered, including phyto-
hormones, peptides, sugars and redox species [52].
Many of the growth-regulatory genes discussed above played
an important part in plant domestication, which represents
an accelerated form of evolution, resulting in exaggerated
changes in organ shapes and sizes of the greatest interest to
humans [60]. Understanding the mechanisms by which
these genes operate in a regulatory network should allow
further engineering of plant architecture and growth for
future human needs.
Acknowledgements
We thank the Biotechnology and Biological Science Research Council for
funding.
References
1. Busov VB, Brunner AM, Strauss SH: Genes for control of plant
stature and form. New Phytol 2008, 177:589-607.
2. Anastasiou E, Lenhard M: Growing up to one’s standard. Curr Opin
Plant Biol 2007, 10:63-69.
3. Fleming AJ: The integration of cell proliferation and growth in leaf
morphogenesis. J Plant Res 2006, 119:31-36.
4. Tsukaya H: Mechanism of leaf-shape determination. Annu Rev Plant
Biol 2006, 57:477-496.
5. Reddy GV, Heisler MG, Ehrhardt DW, Meyerowitz EM: Real-time
lineage analysis reveals oriented cell divisions associated with mor-
phogenesis at the shoot apex of Arabidopsis thaliana. Development
2004, 131:4225-4237.
6. Caro E, Castellano MM, Gutierrez C: A chromatin link that couples
cell division to root epidermis patterning in Arabidopsis. Nature
2007, 447:213-217.
7. Masubelele NH, Dewitte W, Menges M, Maughan S, Collins C,
Huntley R, Nieuwland J, Scofield S, Murray JA: D-type cyclins activate
division in the root apex to promote seed germination in Arabidop-
sis. Proc Natl Acad Sci USA 2005, 102:15694-15699.
8. Vanneste S, De Rybel B, Beemster GT, Ljung K, De Smet I, Van Ister-
dael G, Naudts M, Iida R, Gruissem W, Tasaka M, Inzé D, Fukaki H,
Beeckman T: Cell cycle progression in the pericycle is not sufficient
for SOLITARY ROOT/IAA14-mediated lateral root initiation in Ara-
bidopsis thaliana. Plant Cell 2005, 17:3035-3050.
http://genomebiology.com/2008/9/7/226 Genome Biology 2008, Volume 9, Issue 7, Article 226 Bögre et al. 226.5
Genome Biology 2008, 9:226
9. Lopez-Juez E, Dillon E, Magyar Z, Khan S, Hazeldine S, de Jager SM,
Murray JA, Beemster GT, Bögre L, Shanahan H: Distinct light-initi-
ated gene expression and cell cycle programs in the shoot apex and
cotyledons of Arabidopsis. Plant Cell 2008, 20:947-968.
10. Beemster GT, De Veylder L, Vercruysse S, West G, Rombaut D, Van
Hummelen P, Galichet A, Gruissem W, Inze D, Vuylsteke M:
Genome-wide analysis of gene expression profiles associated with
cell cycle transitions in growing organs of Arabidopsis. Plant Physiol
2005, 138:734-743.
11. Tatematsu K, Ward S, Leyser O, Kamiya Y, Nambara E: Identification
of cis-elements that regulate gene expression during initiation of axil-
lary bud outgrowth in Arabidopsis. Plant Physiol 2005, 138:757-766.
12. Menges M, de Jager SM, Gruissem W, Murray JA: Global analysis of
the core cell cycle regulators of Arabidopsis identifies novel genes,
reveals multiple and highly specific profiles of expression and pro-
vides a coherent model for plant cell cycle control. Plant J 2005,
41:546-566.
13. Muller B, Sheen J: Cytokinin and auxin interaction in root stem-cell
specification during early embryogenesis. Nature 2008, 453:1094-
1097.
14. Dinneny JR, Benfey PN: Plant stem cell niches: standing the test of
time. Cell 2008, 132:553-557.
15. Barkoulas M, Galinha C, Grigg SP, Tsiantis M: From genes to shape:
regulatory interactions in leaf development. Curr Opin Plant Biol
2007, 10:660-666.
16. Shani E, Yanai O, Ori N: The role of hormones in shoot apical meris-
tem function. Curr Opin Plant Biol 2006, 9:484-489.
17. Heisler MG, Ohno C, Das P, Sieber P, Reddy GV, Long JA,
Meyerowitz EM: Patterns of auxin transport and gene expression
during primordium development revealed by live imaging of the Ara-
bidopsis inflorescence meristem. Curr Biol 2005, 15:1899-1911.
18. Gordon SP, Heisler MG, Reddy GV, Ohno C, Das P, Meyerowitz EM:
Pattern formation during de novo assembly of the Arabidopsis shoot
meristem. Development 2007, 134:3539-3548.
19. Jasinski S, Piazza P, Craft J, Hay A, Woolley L, Rieu I, Phillips A,
Hedden P, Tsiantis M: KNOX action in Arabidopsis is mediated by
coordinate regulation of cytokinin and gibberellin activities. Curr Biol
2005, 15:1560-1565.
20. Leibfried A, To JP, Busch W, Stehling S, Kehle A, Demar M, Kieber JJ,
Lohmann JU: WUSCHEL controls meristem function by direct regu-
lation of cytokinin-inducible response regulators. Nature 2005,
438:1172-1175.
21. Lenhard M, Jurgens G, Laux T: The WUSCHEL and SHOOTMERI-
STEMLESS genes fulfil complementary roles in Arabidopsis shoot
meristem regulation. Development 2002, 129:3195-3206.
22. Vidaurre DP, Ploense S, Krogan NT, Berleth T: AMP1 and MP antag-
onistically regulate embryo and meristem development in Arabidop-
sis. Development 2007, 134:2561-2567.
23. Zhao Y: The role of local biosynthesis of auxin and cytokinin in plant
development. Curr Opin Plant Biol 2008, 11:16-22.
24. Grieneisen VA, Xu J, Maree AF, Hogeweg P, Scheres B: Auxin trans-
port is sufficient to generate a maximum and gradient guiding root
growth. Nature 2007, 449:1008-1013.
25. Dello Ioio R, Linhares FS, Scacchi E, Casamitjana-Martinez E, Heid-
stra R, Costantino P, Sabatini S: Cytokinins determine Arabidopsis
root-meristem size by controlling cell differentiation. Curr Biol 2007,
17:678-682.
26. Sarkar AK, Luijten M, Miyashima S, Lenhard M, Hashimoto T, Naka-
jima K, Scheres B, Heidstra R, Laux T: Conserved factors regulate
signalling in Arabidopsis thaliana shoot and root stem cell organizers.
Nature 2007, 446:811-814.
27. Galinha C, Hofhuis H, Luijten M, Willemsen V, Blilou I, Heidstra R,
Scheres B: PLETHORA proteins as dose-dependent master regula-
tors of Arabidopsis root development. Nature 2007, 449:1053-1057.
28. De Veylder L, Beeckman T, Inze D: The ins and outs of the plant cell
cycle. Nat Rev Mol Cell Biol 2007, 8:655-665.
29. del Pozo JC, Diaz-Trivino S, Cisneros N, Gutierrez C: The balance
between cell division and endoreplication depends on E2FC-DPB,
transcription factors regulated by the ubiquitin-SCFSKP2A pathway
in Arabidopsis. Plant Cell 2006, 18:2224-2235.
30. Magyar Z, De Veylder L, Atanassova A, Bako L, Inze D, Bögre L: The
role of the Arabidopsis E2FB transcription factor in regulating auxin-
dependent cell division. Plant Cell 2005, 17:2527-2541.
31. Dewitte W, Scofield S, Alcasabas AA, Maughan SC, Menges M, Braun
N, Collins C, Nieuwland J, Prinsen E, Sundaresan V, Murray JA: Ara-
bidopsis CYCD3 D-type cyclins link cell proliferation and endocycles
and are rate-limiting for cytokinin responses. Proc Natl Acad Sci
USA 2007, 104:14537-14542.
32. Mizukami Y, Fischer RL: Plant organ size control: AINTEGUMENTA
regulates growth and cell numbers during organogenesis. Proc Natl
Acad Sci USA 2000, 97:942-947.
33. Hu Y, Xie Q, Chua NH: The Arabidopsis auxin-inducible gene
ARGOS controls lateral organ size. Plant Cell 2003, 15:1951-1961.
34. Wu X, Dabi T, Weigel D: Requirement of homeobox gene
STIMPY/WOX9 for Arabidopsis meristem growth and maintenance.
Curr Biol 2005, 15:436-440.
35. Wu X, Chory J, Weigel D: Combinations of WOX activities regulate
tissue proliferation during Arabidopsis embryonic development. Dev
Biol 2007, 309:306-316.
36. Dinneny JR, Weigel D, Yanofsky MF: NUBBIN and JAGGED define
stamen and carpel shape in Arabidopsis. Development 2006,
133:1645-1655.
37. Xu B, Li Z, Zhu Y, Wang H, Ma H, Dong A, Huang H: Arabidopsis
genes AS1, AS2, and JAG negatively regulate boundary-specifying
genes to promote sepal and petal development. Plant Physiol 2008,
146:566-575.
38. Pinon V, Etchells JP, Rossignol P, Collier SA, Arroyo JM, Martienssen
RA, Byrne ME: Three PIGGYBACK genes that specifically influence
leaf patterning encode ribosomal proteins. Development 2008,
135:1315-1324.
39. Komili S, Silver PA: Coupling and coordination in gene expression
processes: a systems biology view. Nat Rev Genet 2008, 9:38-48.
40. Horvath B, Magyar Z, Zhang Y, Hamburger A, Bako L, Visser R,
Bachem C, Bögre L: EBP1 regulates organ size through cell growth
and proliferation in plants. EMBO J 2006, 25:4909-4920.
41. Li Y, Zheng L, Corke F, Smith C, Bevan MW: Control of final seed
and organ size by the DA1 gene family in Arabidopsis thaliana. Genes
Dev 2008, 22:1331-1336.
42. Anastasiou E, Kenz S, Gerstung M, MacLean D, Timmer J, Fleck C,
Lenhard M: Control of plant organ size by KLUH/CYP78A5-depen-
dent intercellular signaling. Dev Cell 2007, 13:843-856.
43. Zondlo SC, Irish VF: CYP78A5 encodes a cytochrome P450 that
marks the shoot apical meristem boundary in Arabidopsis. Plant J
1999, 19:259-268.
44. Imaishi H, Matsuo S, Swai E, Ohkawa H: CYP78A1 preferentially
expressed in developing inflorescences of Zea mays encoded a
cytochrome P450-dependent lauric acid 12-monooxygenase. Biosci
Biotechnol Biochem 2000, 64:1696-1701.
45. Affolter M, Basler K: The Decapentaplegic morphogen gradient: from
pattern formation to growth regulation. Nat Rev Genet 2007, 8:663-
674.
46. Tao Y, Ferrer JL, Ljung K, Pojer F, Hong F, Long JA, Li L, Moreno JE,
Bowman ME, Ivans LJ, Cheng Y, Lim J, Zhao Y, Ballaré CL, Sandberg
G, Noel JP, Chory J: Rapid synthesis of auxin via a new tryptophan-
dependent pathway is required for shade avoidance in plants. Cell
2008, 133:164-176.
47. Mattsson J, Ckurshumova W, Berleth T: Auxin signaling in Arabidop-
sis leaf vascular development. Plant Physiol 2003, 131:1327-1339.
48. Savaldi-Goldstein S, Peto C, Chory J: The epidermis both drives and
restricts plant shoot growth. Nature 2007, 446:199-202.
49. Reinhardt B, Hanggi E, Muller S, Bauch M, Wyrzykowska J, Kerstet-
ter R, Poethig S, Fleming AJ: Restoration of DWF4 expression to the
leaf margin of a dwf4 mutant is sufficient to restore leaf shape but
not size: the role of the margin in leaf development. Plant J 2007,
52:1094-1104.
50. Bemis SM, Torii KU: Autonomy of cell proliferation and develop-
mental programs during Arabidopsis aboveground organ morpho-
genesis. Dev Biol 2007, 304:367-381.
51. Ferjani A, Yano S, Horiguchi G, Tsukaya H: Control of leaf morpho-
genesis by long- and short-distance signalling: differentiation of leaves
into sun or shade types and compensated cell enlargement. In Plant
Growth Signalling. Volume 10. Edited by Bögre L, Beemster GT.
Berlin-Heidelberg: Springer-Verlag; 2008: 47-62.
52. Miyoshi K, Ahn BO, Kawakatsu T, Ito Y, Itoh J, Nagato Y, Kurata N:
PLASTOCHRON1, a timekeeper of leaf initiation in rice, encodes
cytochrome P450. Proc Natl Acad Sci USA 2004, 101:875-880.
53. Wang JW, Schwab R, Czech B, Mica E, Weigel D: Dual effects of
miR156-targeted SPL genes and CYP78A5/KLUH on plastochron
length and organ size in Arabidopsis thaliana. Plant Cell 2008,
20:1231-1243.
54. Kawakatsu T, Itoh J, Miyoshi K, Kurata N, Alvarez N, Veit B, Nagato
Y: PLASTOCHRON2 regulates leaf initiation and maturation in rice.
Plant Cell 2006, 18:612-625.
http://genomebiology.com/2008/9/7/226 Genome Biology 2008, Volume 9, Issue 7, Article 226 Bögre et al. 226.6
Genome Biology 2008, 9:226
55. Veit B, Briggs SP, Schmidt RJ, Yanofsky MF, Hake S: Regulation of leaf
initiation by the terminal ear 1 gene of maize. Nature 1998, 393:166-
168.
56. Goldshmidt A, Alvarez JP, Bowman JL, Eshed Y: Signals derived from
YABBY gene activities in organ primordia regulate growth and parti-
tioning of Arabidopsis shoot apical meristems. Plant Cell 2008,
20:1217-1230.
57. Nesbitt TC, Tanksley SD: fw2.2 directly affects the size of develop-
ing tomato fruit, with secondary effects on fruit number and photo-
synthate distribution. Plant Physiol 2001, 127:575-583.
58. Lopez-Juez E, Bowyer JR, Sakai T: Distinct leaf developmental and
gene expression responses to light quantity depend on blue-photore-
ceptor or plastid-derived signals, and can occur in the absence of
phototropins. Planta 2007, 227:113-123.
59. Coupe SA, Palmer BG, Lake JA, Overy SA, Oxborough K, Wood-
ward FI, Gray JE, Quick WP: Systemic signalling of environmental
cues in Arabidopsis leaves. J Exp Bot 2006, 57:329-341.
60. Doebley JF, Gaut BS, Smith BD: The molecular genetics of crop
domestication. Cell 2006, 127:1309-1321.
http://genomebiology.com/2008/9/7/226 Genome Biology 2008, Volume 9, Issue 7, Article 226 Bögre et al. 226.7
Genome Biology 2008, 9:226
